Supplementary Figure S2 . Time-scaled Bayesian MCC phylogeographic tree of the YFV genotype I prM/E gene sequences. Branches are colored according to the most probable location state of their descendent nodes as indicated at the legend (top left). Tip labels of the modern-lineage (gray shaded area) sequences are colored indicating those epidemiologically related and sampled at the same YFV outbreak (red) and the one that was chosen as the representative of the location and year (orange). All horizontal branch lengths are drawn to a scale of years. The tree is automatically rooted under the assumption of a relaxed molecular clock.
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Supplementary Figure S3 . Maximum likelihood phylogeny of YFV complete coding region sequences. The aLRT support value of each indicated clade (dark full circle) was = 1.0. American sequences that grouped with vaccine strain 17D are highlighted in red. The branch lengths are drawn to scale with bar at the bottom indicating nucleotide substitutions per site. 
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